INTRODUCTION
PLMItRNA is a database dedicated to the distribution of tRNA genes and molecules in the mitochondria of photosynthetic eukaryotes (1) . With the possible exceptions of Prototheca wickerhamii (2) and Nephroselmis olivacea (3), the genomes of these organelles do not code for a complete set of tRNAs. Missing tRNAs must therefore be imported from the cytoplasm. In the case of angiosperms, the presence of tRNA genes with different genetic origins (the original endosymbiont and chloroplast) can also be observed (4) . The puzzling distribution of active tRNAs in the mitochondria of photosynthetic organisms is therefore the result of a selective process of recruitment of genes and molecules occurred during evolution.
Each entry in PLMItRNA reports information on the sequence and organism, useful to retrieve specific lists of entries by SRS at http://bighost.area.ba.cnr.it/srs6/.
Multialignments of sequences have been divided in four groups, corresponding to Viridiplantae (Chlorophyta/ Embryophyta group) and to the three divisions of algae Cryptophyta, Rhodophyta and Stramenopiles. Within these four groups sequences are reported according to their classification in different classes as indicated in Table 1 for Viridiplantae and in a similar Table (see Table S3 in Supplementary Material) for Cryptophyta, Rhodophyta and Stramenopiles. These tables report a general view of all the complete tRNA genes and molecules identified in the mitochondrial genomes of photosynthetic eukaryotes. Coloured squares have hyper-textual link to single gene (or molecule) entry. Colour code refers to the different genetic origin of tRNA genes or molecules (see Table 1 ). Genes or molecules with chloroplast or nuclear origins are aligned separately.
PLMItRNA updating was carried out essentially as already described in the previous version (1).
More details on the organization of the database and how to retrieve list of specific entries can be found at the PLMItRNA home page: http://bighost.area.ba.cnr.it/PLMItRNA/.
PROMOTERS FOR tRNA GENES TRANSCRIPTION
In the current version of PLMItRNA a list of promoter sequences identified for tRNA genes in mitochondria of Angiosperms has been introduced, which could be useful for studies on the activation of foreign genes in the mitochondrial genomes. It is still a matter of investigation how the mitochondrial transcription machinery can recognize the chloroplast sequences to be transcribed. Transcription of cptRNA genes in mitochondrial genomes may be occurred owing to insertion downstream of pre-existing promoters, or thanks to evolutive rearrangements of their 5 0 -flanking regions which originated functional promoters. A consensus promoter sequence has been described for angiosperm mitochondrial genes which shows little differences between monocotyledons and dicotyledons (4, 5) . Promoter consensus is characterized by a highly conserved tetranucleotide motif, CRTA, that in monocots can diverge to TRTA, YYTA or RRTA. The tetranucleotide is part of a larger sequence, usually located at position from À7 to þ2 with respect to the transcription start site. Apparently the same kind of promoters are used in the transcription of protein, ribosomal and tRNA genes (5). Table S1 (Supplementary Material). B: Bryophyta, P: Pedinophyceae, Prasin.: Prasinophyceae, T: Trebouxiophyceae, M: Marchantiopsida, C: Coniferopsida. Coloured squares indicated mitochondrial genes (j), chloroplast genes (j), nuclear genes (j) and imported tRNAs (u). 
SUPPLEMENTARY MATERIAL
Supplementary tables on the database are available at NAR Online.
